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Cancers, a group of multifactorial complex diseases, are generally caused by
mutation of multiple genes or dysregulation of pathways. Identifying biomarkers
that can characterize cancers would help to understand and diagnose cancers.
Traditional computational methods that detect genes differentially expressed
between cancer and normal samples fail to work due to small sample size and
independent assumption among genes. On the other hand, genes work in concert
to perform their functions. Therefore, it is expected that dysregulated pathways
will serve as better biomarkers compared with single genes.
URL de la notice http://okina.univ-angers.fr/publications/ua4288 [6]
DOI 10.1186/1471-2105-13-126 [7]
Lien vers le
document http://dx.doi.org/10.1186/1471-2105-13-126 [7]
Liens
[1] http://okina.univ-angers.fr/publications?f[author]=7528
[2] http://okina.univ-angers.fr/publications?f[author]=7529
[3] http://okina.univ-angers.fr/jinkao.hao/publications
[4] http://okina.univ-angers.fr/publications?f[author]=7530
[5] http://okina.univ-angers.fr/publications?f[author]=7531
[6] http://okina.univ-angers.fr/publications/ua4288
[7] http://dx.doi.org/10.1186/1471-2105-13-126
Publié sur Okina (http://okina.univ-angers.fr)
